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![Maximum likelihood phylogeny generated from 16,062 SNPs.\
Bootstrap support values are shown over branches. Branch lengths are drawn proportion to the amount of sequence change. Phylogroup membership is indicated with a horizontal bar and the corresponding letter. Pathotypes of each of the *E*. *coli* strains is indicated with a color code and their lettered abbreviation adjacent to the strain names of each; commensal strains are abbreviated as "com".](pone.0133222.g001){#pone.0133222.g001}

![Consensus of 438 maximum likelihood gene phylogenies.\
Proportion of genes supporting groups shown on branches. Phylogroup and pathotype information same as in [Fig 1](#pone.0133222.g001){ref-type="fig"}.](pone.0133222.g002){#pone.0133222.g002}

![Maximum likelihood phylogeny for type six secretion system.\
Bootstrap support values are shown over branches. Branch lengths drawn proportion to the amount of sequence change. Phylogroup and pathotype information same as in [Fig 1](#pone.0133222.g001){ref-type="fig"}.](pone.0133222.g003){#pone.0133222.g003}
